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AMENDMENTS TO THE CLAIMS 

1 . (Currently amended) A system for designing a rdeteixnining a location of a target 
sequence in a Renome sequence p robes using heterogeneous genetic information , comprising: 

a storage imit storing a crosslink map , wherein the crosslinlc map comprises a record for a 
sequence information for each version of a genome sequence comprising the sequence information 
having records according to the version of a genome sequence ; 

an information search unit, for searching for iie-identifier information and sequence 
information corresponding to a^target genetic information se quence among the genetic information 
about the genome Gequence records in the crosslink map; and 

a location estimation unit, for determining a reference group made up of comprising 
reference geaetie -sequence i nformatio n for an organism, wherein the reference sequence 
information is represented in the crosslink map bv which is contained in m ore than a predetermined 
number in an organis mo f records , calculating a.difference values of &e-a.start positions and the-an 
end positions of &e-a^reference genetie -sequence information based on obtained jfrom t he crosslink 
map, and determining fee-allocation of the target genetic information se quence ^in the latest a 
genome sequence by a location shift corresponding to the difference values. 

2. (Currently amended) The system of claim 1, further comprising 

an information integration unit, for receiving genome sequence data corresponding to entries 
recorded on the crosslink map j from various sources about the genome sequonc o and transforming the 
received data into data formats recognized by the crosslink map. 

3. (Currently amended) The system of claim 1, wherein entries recorde d a record for a 
sequence information in-en: the crosslink map comprises 

a name of fee-a genome sequence, 
a version of the genome sequence, 

an identifier of a geaetie -sequence information about i n,the genome sequence, 
a start position and an end position of the genetic sequence i nformation ea-in the genome 
sequence, and 

a length of the genetic sequence i nformation about i n the genome sequence. 
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4. (Currently amended) The system of claim 1, wherein the location estimation unit 
determines the location of the target genetic informatio n sequence by assigning a higher p riority to the 
calculated difference values calculated with respect to genetic for a reference sequence information 
which is contained in a mor e nimiber in an orgaoism r epresented in the crosslink map by a larger number 
of records . 

5. (Currently amended) The system of claim 1, wherein the location estimation unit 
comprises: 

an estimation region setting portion for calculating SLdifference yalues of fee-a.start positions 
and fee-an end positions of genetic sequence i nformation in tibie crosslink map excluded from the 
reference group based on the crosslinlc map and setting an estimation region for the location of the 
target genetic informatio n sequence enrin the latest-genome sequence based on the calculated difference 
values; and 

a location determining portion for deterniiiiing the location of the target genetic 
informatio nsequence in the estimation region of the latest-genome sequence by a location shift 
corresponding to the calculated difference values calculated with respect to for the reference genetic 
sequence i nformation. 

6. (Currently amended) The system of claim 1, wherein the location estimation unit further 
comprises 

an updating portion for updating the reference group in such a way to^ calculate calculating a 
difference values of &e-a^start positions and fee-an end positions ef -for each sequence g ^Eietie 
information which is commonly present on individual versions of the genome sequenc ei n the updated 
reference group, and selecting genetie -sequence i nformation in which the calculated difference values 
afe-is.within a predetermined range. 
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7. (Currently amended) A method of designing a d etermining a location of a targel^ pfebas 
sequence tt sinjg -in a genome sequenc eh eterogeneonG genetic information , the method comprising: 

inputting a target sequence: 

creating a crosslinlc map having records according to the version of a genome sequence; 

searching for tibe-identifier information and sequence information corresponding to the target 
g e netic infoimatio n sequence among the genetic information about flie genome sequence i n &e-a 
crosslink map^, 

wherein the crosslink map comprises a record for a sequence information for each version of a 
genome sequence comprising the sequence information: 

determining a reference group madeur) o f comprising reference geae ^sequence i nformation, 
wherein the reference sequence information for an organism which i s contained r e presented in the 
crosslink map m hy more than a predetermined nimiber in an organis m of records: 

calculating a.difference values of fee-a^start positions and fee-anend positions of &e-a.reference 
g^aetie -sequence i nformation based o n obtained from the crosslink map; and 

determining &e~a^location of Ihe target genetic infomiatio n sequence ee-in the latest a.genome 
sequence by a location shift corresponding to the difference values. 

8. (Currently amended) The method of claim 7, wherein ^afeies -a record for a sequence 
information r ecorded ea-inthe crosslink map comprises 

a name of tfae-a genome sequence, 
a version of the genome sequence, 

an identifier effor &ea geaefe -sequence i nformation abeut-isLthe genome sequence, 
a start position and an end position of the g^ietie -sequence i nformation ee-in the genome 
sequence, and 

a length of the g^ibefe-se quence i nformation afeeut-in,the genome sequence. 

9. (Currently amended) The method of claim 7, wherein deterniiiiing the location of the 
target genetic informatio n sequence is carried out by 

assigning a higher p rioritv to the difference values calculated with r e spect tofo r genetic a 
reference sequence i nformation which is r epresented contained in a more number in an organis mi n the 
crosslink map bv a larger number of records . 
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10. (Currently amended) The method of claim 7, further comprising 
updating the reference group; in such a way to calculate 

calculating a d ifference values of fee-a_start positions and tibe-an end positions ef -for each 
gaae ^sequence i nformation in the updated reference group : which is commonly present on individual 
versions of the genome sequence and 

selecting genette -sequence i nformation in which the calculated difference values-«re-is.within a 
predetermined range. 

1 1 . (Currently amended) The method of claim 7, wherein determining the location of the 
target genetic information comprises: 

calculating a^difference values of fee-a^start positions and tibe-an end positions of a genetic 
sequence i nformation obtained from the crosslink map, wherein the sequence information was excluded 
from the reference group; based on the crosslink map and 

setting an estimation region for the location of the target genetic informatio n sequence on the 
latest-genome sequence based on the calculated difference values; and 

determining the location of the target genetic informatio n sequence in the estimation region of 
the latest-genome sequence by a location shift corresponding to the calculated difference values 
calculated with respect tof or the reference g^tefe -sequence i nformation. 

12. (Currently amended) A computer readable medium having embodied thereon a 
computer program for ar -the m ethod of determining a location of a target sequence in a genome 
sequence of claim 7. 

wherein the computer readable medium is not a carrier wave. d esigning a probes using 
heterogeneous genetic information, the method comprising: 

creating a crosslinlc map having records according to the version of a genome s e quence; 

searching for the identifier and sequence information corresponding to target genetic 
information among the genetic information about the genome sequence in the crosslinlc map; 

determining a reference group made up of refer e nce g e netic information which is contained in 
more than a predetermined number in an organism; 

calculating difference values of the start positions and the end positions of the reference genetic 
information based on the crosslink map; and 

determining the location of the target genetic information on the latest genome sequence by a 
location shift corresponding to the difference values. 
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13. (New) The method of claim 8, wherein the location of the target sequence is determined in 
the version of the genome sequence represented in the crosslink map which is the most recent version of 
the genome sequence. 

14. (New) The method of claim 7, further comprising 
displaying the location of the target sequence in the genome sequence. 
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